majority of double resistant bacteria (60% -80% ) were colored bacteria. As the microbial community structures changed in response to oxytetracycline exposure, the activities of some soil enzymes such as alkaline phosphatase, acidic phosphatase and dehydrogenase in the wheat rhizosphere decreased; however, there was no clear relationship between the change in enzymes and oxytetracycline dose. A total of 50 strains of dominant antibiotic resistant bacteria were isolated from wheat rhizosphere soil samples treated with different doses of oxytetracycline. These bacteria were assigned to five groups, Actinobacteria, Bacilli, Alphaproteobacteria, Gammaproteobacteria and Sphingobacteria, based on morphological observations, RFLP grouping and their full length 16S rRNA gene sequences. Among them, Actinobacteria (15 strains) was the most commonly observed genus, accounting for 30% of the total antibiotic resistant isolates. This was followed by Bacillus sp. (9 strains) and Pseudomonas sp. ( 8 strains) , which accounted for 18% and 16% of the total antibiotic resistant isolates, respectively. Additionally, several important human opportunistic pathogenic bacteria with antibiotic resistance were frequently isolated from antibiotic treated soil, including Pseudomonas sp. , Sphingomonas sp. and Stenotrophomonas sp. , which accounted for 16% , 8% and 4% of the total resistant isolates, respectively. Moreover, the dominant bacteria with antibiotic resistance in the wheat rhizosphere were Bacillus sp. . These organisms were generally isolated from samples of soil that had been treated with low doses of oxytetracycline (0, 100 滋g / L) , while very few were isolated from samples of soil that had been treated with 2000 滋g / L. Taken together, these findings suggest that exposure to high concentrations of antibiotics would inhibit the wheat growth-promoting bacteria in the rhizosphere, thereby indirectly inhibiting the growth of wheat. Conversely, human opportunistic pathogenic bacteria with antibiotic resistance ( Pseudomonas sp. , Sphingomonas sp. and Stenotrophomonas sp. ) were generally isolated from soil samples treated with high doses of oxytetracycline exposure (2000 滋g / L) . These antibiotic resistant opportunistic pathogenic bacteria and their antibiotic resistant genes pose a risk because they have the potential to spread within plants and humans. [12] ,且小麦播种前常以粪肥肥田,由此导致抗生素残留长期反复进入农田,造成的环境效应不容忽视。 U( Z94819) 的相似性最高,该菌株与豆科植物共生并具有固氮能力 [24] ;2000鄄 20(
Stenotrophomonas 属细菌,分别占抗性菌总数的 16% 、8% 和 4% ,而上述属的多种细菌都是已报道的对人体具 有潜在致病性的重要根际细菌 [11] :例如能引起皮肤和伤口感染的 Pseudomonas spp. 、与人的囊性纤维化病有 
